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Abstract
Background: Functional studies have demonstrated that microRNAs (miRNAs or miRs) play critical roles in a wide
spectrum of biological processes including development and disease pathogenesis. To investigate the functional
roles that miRNAs play during chicken skeletal muscle development, the miRNA transcriptomes of skeletal muscles
from broiler and layer chickens were profiled using Solexa deep sequencing.
Results: Some miRNAs have multiple isoforms and several miRNAs* are present at higher levels than their
corresponding miRNAs. Thirty three novel and 189 known chicken miRNAs were identified using computational
approaches. Subsequent miRNA transcriptome comparisons and real-time PCR validation experiments revealed 17
miRNAs that were differentially expressed between broilers and layers, and a number of targets of these miRNAs
have been implicated in myogenesis regulation. Using integrative miRNA target-prediction and network-analysis
approaches an interaction network of differentially expressed and muscle-related miRNAs and their putative targets
was constructed, and miRNAs that could contribute to the divergent muscle growth of broiler and layer chickens
by targeting the ACVR2B gene were identified, which can causes dramatic increases in muscle mass.
Conclusions: The present study provides the first transcriptome profiling-based evaluation of miRNA function
during skeletal muscle development in chicken. Systematic predictions aided the identification of potential miRNAs
and their targets, which could contribute to divergent muscle growth in broiler and layer chickens. Furthermore,
these predictions generated information that can be utilized in further research investigating the involvement of
interaction networks, containing miRNAs and their targets, in the regulation of muscle development.
Background
Embryonic patterning and organogenesis involve coordi-
nated differentiation, migration, proliferation and pro-
grammed cell death in metazoans. These complex
cellular and developmental processes rely on precise
spatiotemporal networks that regulate transcription fac-
tors at multiple levels including mRNA transcription
and translation, protein stability and degradation.
Recently, evidence has demonstrated that microRNAs
(miRNAs or miRs) are involved in diverse aspects of
biology including developmental regulation and the
pathogenesis of human diseases [1-4]. miRNAs are small
19-24 nucleotide (nt) regulatory RNAs that generally
modulate gene expression through translational repres-
sion or by causing deadenylation and degradation of tar-
get mRNAs [5,6]. However, miRNAs could function as
activators to regulate gene expression [7,8]. The biogen-
esis of miRNAs is spatiotemporally regulated by various
mechanisms [9], providing additional evidence that miR-
NAs are functionally significant, and potentially key reg-
ulators of gene expression during development [10-15].
An essential role for miRNAs in terms of regulating
skeletal muscle development is evident from studies
demonstrating that deletion of a conditional Dicer allele
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any medium, provided the original work is properly cited.in embryonic skeletal muscle results in perinatal lethal-
ity due to skeletal muscle hypoplasia [16]. In particular,
the critical roles of three muscle-specific miRNAs, miR-
1, miR-133 and miR-206, in the regulation of myogen-
esis have been well documented [17,18]. miR-1 and
miR-133 have been reported to regulate different aspects
of skeletal muscle development in vitro and in vivo [19].
miR-1 promotes myocyte differentiation by repressing
the expression of histone deacetylase 4 (HDAC4), a
negative regulator of differentiation and a repressor of
the MEF2 (myocyte enhancer factor-2) transcription fac-
tor [19]. In C2C12 myoblasts, miR-133a promotes prolif-
eration, in part, by repressing serum response factor
(SRF) [19]. Like miR-1, miR-206 promotes differentia-
tion of C2C12 myoblasts in vitro. miR-206 induces mus-
cle differentiation by repressing the expression of the
DNA polymerase a subunit (Pola1) [20], connexin 43
(Cx43) [21], follistatin-like 1 (Fstl1) and utrophin (Utrn)
[22]. In addition to muscle-specific miRNAs, several ubi-
q u i t o u s l ye x p r e s s e dm i R N A sh a v ear o l et op l a yd u r i n g
muscle development. For example, zebrafish miR-214
was reported to regulate the slow muscle phenotype by
targeting suppressor of fused (Sufu), a negative regulator
of hedgehog signaling [23]. Expression of miR-181 iso-
forms, miR-181a and miR-181b, are induced upon initia-
tion of myogenesis and they participate in the regulation
of myoblast differentiation by repressing HoxA-11 pro-
tein levels [24]. The functional significance of miRNAs
in terms of controlling myogenesis has been documen-
ted, but the majority of miRNAs are abundantly
expressed. Therefore, identifying novel miRNAs that are
expressed at low levels during skeletal muscle develop-
ment but are functionally important requires robust
approaches such as high-throughput deep sequencing
technology.
The chicken (Gallus gallus) is an established model
organism for studying vertebrate development, primarily
because chicken embryos are readily accessible and
easily manipulated [25]. In addition, a variety of stan-
dard chicken breeds with different phenotypes are read-
ily available, which collectively represent a valuable
genetic resource. Broiler chickens (bred for meat pro-
duction) and layer chickens (bred for egg production)
are ideal model systems for studying the molecular
mechanisms underlying myogenesis [26]. During the
past 80 years, genetic selection in broilers has concen-
trated on a high growth rate and large muscle mass; in
contrast, layers have been selected for egg production.
Therefore, even under optimal growth conditions, the
body size of layers is smaller than that of broilers owing
to intrinsic genetic differences between the two varieties.
These unique biological features of broilers and layers
allow muscle development to be investigated. In pre-
vious studies, we have successfully identified protein-
coding and non-coding genes with roles during myogen-
esis using broilers and layers as model systems [27,28].
In the current study, previous work was expanded to
identify miRNAs involved in myogenesis regulation by
comparing the miRNAs transcriptome in skeletal muscle
tissues of broilers and layers. Solexa deep sequencing was
carried out to profile miRNAs expressed in chicken ske-
letal muscle tissues. Sequence-tag analyses have shown
that a group of highly abundant, known miRNAs are
expressed in skeletal muscles and 33 novel putative
chicken miRNAs from skeletal muscle tissues have been
identified. Comparing the expression patterns of known
and novel miRNAs demonstrated that they were signifi-
cantly differentially expressed between broiler and layer
chicken muscle tissues. These results were confirmed
using microarrays and real-time reverse transcription-
polymerase chain reaction (RT-PCR) validation experi-
ments. Of the 17 miRNAs examined using RT-PCR, nine
presented with an expression pattern consistent with the
microarray analysis; 15 miRNAs had a pattern consistent
with the deep sequencing data. Using computational pre-
diction, targets for these differentially expressed miRNAs
and muscle-related miRNAs were identified, and an
interaction network was constructed. Furthermore, miR-
1 was demonstrated specifically to target the 3’ untrans-
lated region of the activin receptor IIB gene, ACVR2B,
which can cause dramatic increases in muscle mass [29].
This integrative analysis highlights the complexity of
gene expression networks regulated by microRNAs in
muscle cells during muscle development.
Results
Characterization of the miRNA transcriptome of skeletal
muscle from broiler and layer chickens using deep
sequencing
Solexa sequencing was used to profile miRNAs
expressed in layer and broiler chicken skeletal muscles.
Sequencing of a small RNA fraction (16-30 nt) from
total RNA extracted from pectoralis muscles collected
from 10-day-old chicken embryos yielded 2,700,003 and
2,576,562 reads for the layer and broiler libraries,
respectively (Figure 1A). Of these, 1,987,912 layer
sequences and 1,553,308 broiler sequences, which
account for more than 67% of the total reads, were per-
fectly mapped to the chicken genome (May 2006). The
sequencing data were simplified by grouping all identical
sequence reads together; therefore, 105,475 unique layer
sequences and 89,148 unique broiler sequences were
used for subsequent analysis (Figure 1A).
The most abundant size class in the small RNA
sequences distribution was 22 nt, followed by 21 and 23
nt (Figure 1B and 1C), and this was consistent with the
known 21-23 nt range for miRNAs. To assess the effi-
ciency of deep sequencing for miRNA detection, all
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ing the sequence tags in relation to the data from miR-
Base (version 16), RefSeq mRNA, RepeatMasker and
non-protein-coding RNAs annotated by ENSEMBL. The
sequence tag annotations demonstrated that known
chicken miRNAs (gga_miRNAs) and metazoan miRNA
homologs accounted for ~50% of all sequence reads in
the broiler and layer libraries (Figure 1D). These results
indicate that the deep sequencing data were highly
enriched for mature miRNA sequences, suggesting that
the data are reliable for expression profiling of known
miRNAs and deep mining for novel miRNAs.
Figure 1 Deep sequencing results and annotations of small RNAs from chicken skeletal muscle. A. Number of small RNA reads from
broilers and layers. B, C. Size distribution of sequenced small RNAs. D. Annotations of sequenced small RNAs.
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broiler and layer skeletal muscles, the numbers and dis-
tribution of small RNA sequences that matched known
chicken miRNA genes were analyzed. The results
demonstrated that of 467 known chicken miRNAs and
77 miRNA*s in the miRBase (version 16), perfect
matches to 231 miRNAs and 29 miRNA*s were obtained
in the sequencing data (Figure 2A and Additional file 1).
Among the sequences that were not perfectly matched
to known chicken miRNAs or miRNA*s there were 244
metazoan miRNA homologs and 72 metazoan miRNA*
homologs (Figure 2A and Additional file 2).
As presented in Additional file 5 and 6, known miRNAs
and metazoan homologs had a broad range of
expression levels in skeletal muscle tissues, ranging from
hundreds of thousands of sequence reads for the most
abundant miRNAs to single reads for the least abun-
dant. The distribution of read numbers for the known
miRNAs is summarized in Figure 2B. The 33 most
abundant miRNAs (i.e. those with > 1,000 reads) are
presented in Table 1.
miRNA transcriptome analysis demonstrated the presence
of several highly abundant miRNAs in skeletal muscles of
broilers and layers
Almost all known muscle-specific miRNAs (myomiRs)
were represented among the more abundant miRNAs
identified. The most abundant miRNA was gga-miR-
Figure 2 Known miRNAs and homologs of metazoan miRNAs detected in chicken skeletal muscle. A. Numbers of known miRNAs and
chicken homologs of metazoan miRNAs detected by perfect match in the present study. B. Reads distribution of known miRNAs and chicken
homologs of metazoan miRNAs in chicken skeletal muscle.
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sequence reads in the broiler and layer libraries (Table
1). The predominance of miR-206 is consistent with its
well established function during skeletal muscle develop-
ment [30] and reported role during chicken myogenesis
[31,32]. Two other myomiRs, miR-1 [19] and miR-181
[24], were high-count sequences in both libraries (Table
1). Compared with the three myomiRs, forms of the
myomiR miR-133 were expressed at low levels in the
skeletal muscle libraries: there were 126 reads for gga-
miR-133a in the layers library and 67 in the broilers
library; 7 reads for gga-miR-133b in the layers library
and 12 in the broilers library; one gga-miR-133c read in
the layers library and no read in the broilers library
(Additional file 1). These variations in abundance could
reflect differences in the roles of these miRs in terms of
the regulation of myogenesis [19,24]. In addition to
miR-206, miR-1 and miR-181, nine other miRNAs
among the most abundant in these libraries (miR-221,
miR-222, miR-21, miR-103, miR-130, miR-99, miR-30,
miR20, and miR128) have been implicated in the prolif-
eration and differentiation of muscle cells (Table 1)
[15,19,33]. Therefore, the miRNA transcriptome for
layers and broilers revealed by this analysis is highly
enriched for miRNAs involved in myogenesis regulation.
The expression patterns of several miRNA*s during
chicken skeletal muscle development are unique
A total of 29 miRNA*s were detected in broiler and
layer libraries (Figure 2A and 2B). The majority were
expressed at low levels (Additional file 1), but of those
expressed at higher levels, such as miR-181a and miR-
1677, the read counts were significantly lower than
those of the corresponding miRNAs (Table 2). One
striking exception to this general trend was gga-miR-
140*; this was present as 911 reads in the layers and 711
reads in the broilers libraries, but gga-miR-140 was not
detected in either library (Table 2), suggesting that gga-
miR-140* functions during chicken skeletal muscle
development. gga-miR-126* is another case in which
only miRNA* was detected (Table 2). There were several
cases, such as miR-199 and miR-1329, where miRNA
and miRNA* were generated at similar levels (Table 2).
Analysis of sequence variants indicated that many
miRNAs possess isomiRs
As found in previous deep sequencing studies, heteroge-
neity at the 5’ and/or 3’ ends of miRNAs was observed
(Figure 3, Additional file 3). miRNAs with such varia-
tions from their miRBase reference sequences are
referred to as isomiRs [34,35]; some typical examples
are presented in Figure 3. In the majority of cases (e.g.
gga-miR-221) the most abundant isoform is identical to
the reference in miRBase (Figure 3). In some cases, such
as gga-miR-222 and gga-miR-128, more than one highly
abundant isoform was present (Figure 3), indicating that
Table 1 The most abundant miRNAs in chicken skeletal
muscles as determined using deep sequencing
miRNA ID Layer Broiler B/L Studies related to skeletal
muscle
gga-miR-206 222998 131609 0.59 [20-22]
gga-let-7c 32663 87111 2.67
gga-miR-103 59224 37050 0.63 [19]
gga-let-7j 26141 42513 1.63
gga-let-7f 24694 16121 0.65
gga-miR-221 18238 5340 0.29 [33,84]
gga-miR-107 10815 10353 0.96 [85]
gga-miR-130a 2630 10933 4.16 [19]
gga-let-7b 4832 8155 1.69
gga-miR-128 5059 6669 1.32 [15]
gga-miR-130b 1409 9002 6.39 [19]
gga-miR-222 3735 4013 1.07 [33,84]
gga-miR-16c 1209 6058 5.01 [39]
gga-miR-15b 875 5759 6.58
gga-miR-125b 1506 4801 3.19 [40]
gga-miR-21 1056 5128 4.86 [19,39,86]
gga-miR-101 3647 1305 0.36
gga-miR-181a 2015 2543 1.26 [24,85]
gga-miR-130c 795 2872 3.61 [19]
gga-miR-99a 1589 1561 0.98 [19,87]
gga-miR-1a 979 1495 1.53 [19]
gga-miR-456 1601 592 0.37
gga-miR-148a 1180 738 0.63
gga-miR-30a-
3p
1189 422 0.35 [19]
gga-miR-146c 1067 309 0.29 [88,89]
gga-miR-460 307 914 2.98
gga-miR-181b 421 795 1.89 [24]
gga-miR-10a 890 269 0.30 [41]
gga-miR-20b 210 940 4.48 [19]
gga-miR-15c 91 1038 11.4
gga-let-7i 479 632 1.32
gga-let-7k 506 602 1.19
gga-miR-383 886 219 0.25
Table 2 A comparison of read counts between miRNA
and the corresponding miRNA*
miRNA ID miRNA miRNA*
Layer Broiler Layer Broiler
gga-miR-181a 2015 2543 142 32
gga-miR-1677 429 184 20 76
gga-miR-199 91 318 26 133
gga-miR-1329 16 123 36 44
gga-miR-140 0 0 911 711
gga-miR-126 0 0 11 28
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Page 5 of 20Figure 3 IsomiRs from several gga-miRs. Reads alignments of the various isoforms of several gga-miRs are presented. The sequence of the
gga-miR hairpin is presented in the top line; the brackets below denote the secondary structure. Reads that aligned with the mature gga-miR
sequence as reported in miRBase are denoted by a series of asterisks. The number of reads corresponding to each sequence is presented on the
right.
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in specific tissues/organs. For some miRNAs, such as
gga-miR-181a, gga-miR-1a and gga-miR-499, the most
abundant isoform was not among the known miRNA
sequences reported in miRBase 16 (Figure 3). A similar
phenomenon has previously been observed for miRNAs
identified in chicken embryos [36], suggesting that a
refinement to the miRBase annotations for chicken miR-
NAs is required to reflect experimentally observed
abundances.
Novel miRNAs are less abundant and less evolutionarily
conserved in chicken skeletal muscle
In addition to profiling known miRNAs, deep sequen-
cing is a powerful strategy for discovering novel miR-
NAs that may not have been detected using traditional
methods for sequencing cDNA libraries. Using the miR-
Deep program as a predictive tool [37], 33 putative
novel chicken miRNAs were obtained from broiler and
layer sequence tags (Table 3, Additional file 4). Genomic
sequence analyses demonstrated that six of these puta-
tive miRNAs were located in the exons of annotated
genes, fourteen resided in the introns of annotated
genes and thirteen were present in intergenic regions
(Additional file 5). The putative novel miRNAs were less
abundant (Table 3) than known miRNAs (Figure 2A
and 2B). Only one novel putative miRNA had read
counts greater than 100 in the library (Table 3).
To investigate evolutionary conservation of the 33
novel chicken miRNAs, a search for highly similar
sequences among human, mouse, rat, opossum, frog and
zebrafish genomic sequences was carried out using a
Table 3 Novel chicken miRNAs predicted by miRDeep
miRNA ID chr strand start end Layer* Broiler*
gga-miR-N1 chr3 + 4348337 4348358 135 62
gga-miR-N2 chrUn_random - 13277374 13277395 2 52
gga-miR-N3 chrUn_random + 30704197 30704218 29 21
gga-miR-N4 chr17 + 2477065 2477087 18 14
gga-miR-N5 chr27 + 1117232 1117255 22 6
gga-miR-N6 chr2 + 103042957 103042979 26 0
gga-miR-N7 chr18 - 5042929 5042952 20 5
gga-miR-N8 chr4 - 3214463 3214484 23 0
gga-miR-N9 chr6 + 31550357 31550378 18 4
gga-miR-N10 chr1 - 180215042 180215065 14 3
gga-miR-N11 chr4 - 51257851 51257872 7 9
gga-miR-N12 chrZ - 28247215 28247238 12 4
gga-miR-N13 chr3 + 85117942 85117965 13 1
gga-miR-N14 chr4 + 563352 563373 11 3
gga-miR-N15 chr26 - 2669812 2669834 11 2
gga-miR-N16 chr3 + 59307968 59307990 5 7
gga-miR-N17 chr18 - 4116255 4116279 6 5
gga-miR-N18 chr3 + 724977 724994 0 7
gga-miR-N19 chr4 + 2151238 2151261 4 3
gga-miR-N20 chr7 - 37893831 37893851 6 1
gga-miR-N21 chr19 + 4862173 4862194 1 4
gga-miR-N22 chr20 - 10896392 10896413 5 0
gga-miR-N23 chr15 - 11255901 11255922 4 0
gga-miR-N24 chr24 + 2618818 2618840 3 1
gga-miR-N25 chr27 - 4426392 4426414 4 0
gga-miR-N26 chr4 + 16625715 16625736 3 1
gga-miR-N27 chrUn_random - 40250702 40250728 3 1
gga-miR-N28 chr1 + 52701699 52701723 2 1
gga-miR-N29 chr10 - 16415151 16415173 1 1
gga-miR-N30 chr2 + 133303756 133303776 1 1
gga-miR-N31 chr27 - 3957524 3957545 2 0
gga-miR-N32 chr3 - 49536173 49536194 1 1
gga-miR-N33 chr7 + 12850964 12850988 0 2
*Sequenced read-numbers are presented.
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homology sequences does not necessarily signify that
the miRNAs are conserved as they might not be capable
of forming hairpin structures. We further identified
hairpin-like RNA structures using RNAfold (see Materi-
als and Methods). The same analysis was carried out for
known chicken miRNAs. The results demonstrated that
novel miRNAs are less evolutionarily conserved (Addi-
tional file 6), a result that is consistent with previous
studies [36]. Further analyses using a multiple alignment
of six vertebrate genomes in the UCSC database with
that of the chicken genome revealed that only gga-miR-
N3 was conserved in at least one of the analyzed verte-
brate genomes. gga-miR-N3 exists in zebrafish and frogs
but is lost after the emergence of mammalian lineages
(Additional file 7). The remaining 32 miRNAs could be
avian- and/or chicken-specific miRNAs. To identify
potential chicken-specific miRNAs, the sequences were
checked against the Zebra Finch (Taeniopygia guttata)
Alignment Net Track in UCSC. Nineteen of the 32
novel chicken miRNAs were present in the Zebra Finch,
suggesting that the remaining 13 novel miRNAs could
be specific to the chicken lineage (Additional file 8).
Combining conservation and relative abundance infor-
mation for the newly identified and known miRNAs
revealed that the evolutionarily conserved miRNAs were
among the most abundant, supporting a correlation
between evolutionary conservation and the expression
level of miRNAs.
Identification of differentially expressed miRNAs in broiler
and layer skeletal muscle
The main objective of the present study was to identify
miRNAs involved during skeletal muscle development
by comparing skeletal muscle miRNA transcriptomes in
broilers and layers. Analysis of sequencing results
demonstrated that more than 80% of reads overlapped
between broilers and layers (Figure 4A). The overlap
between libraries was greater (94%) for those reads with
perfect genomic matches (Figure 4B), suggesting that
the deep sequencing data were reliable for direct com-
parison of miRNA abundance between broilers and
layers.
In addition to the 33 novel miRNAs, 189 known miR-
NAs were identified in miRBase using miRDeep (Addi-
tional file 9). Comparing Table S6 with Table S1
demonstrates that the number of reads could differ for
the same miRNA. In Table S1, the reads number for
each miRNA is based on perfect matches to known
chicken miRNAs in miRBase. As presented in Figure 3
and Additional file 3, many miRNAs have different iso-
miRs in addition to perfect matches. Counting only per-
fect-match isoforms may not be appropriate as the
i s o f o r ml i s t e di nt h em i R B a s em a yn o tb et h eo n l y
functional isoform. In miRDeep, different isoforms of
the same miRNA are counted together. To arrive at the
figure of 189 known miRNAs identified by miRDeep,
the DEGseq package [38] was used to identify differen-
tially expressed miRNAs on the basis of potentially sig-
nificant changes in relative miRNA abundance between
broilers and layers. Expression of 102 miRNAs was sig-
nificantly different between broilers and layers (Addi-
tional file 10, Figure 4C). miRNA microarrays were
employed to characterize the expression profiles of these
102 differentially expressed miRNAs further (Additional
file 10, Figure 4D).
To validate the differential expression of these miR-
NAs between broilers and layers, 17 miRNAs were ran-
domly selected and their expression levels quantified
using real-time RT-PCR (Figure 5). Of the 17 miRNAs
examined, nine (52.9%) had an expression pattern con-
sistent with the microarray analysis (Figure 5A and 5C),
and 15 miRNAs (88.2%) presented with a pattern con-
sistent with the deep sequencing data (Figure 5A and
5B). These data provide evidence that deep sequencing
is a more sensitive and reliable method for identifying
differentially expressed miRNAs than miRNA
microarrays.
Target prediction and network analysis highlight the
complexity of interactions among miRNAs and their
targets during muscle development
Of the 17 differentially expressed miRNAs confirmed
using real-time RT-PCR, six have been functionally
linked to myogenesis [39-42]. However, the majority
including one novel miRNAs (gga-miR-N2) and eight
known miRNAs (miR-101, miR-15b, miR-15c, miR-
1677, miR-200, miR-460, gga-mir-2188 and miR-429)
have not been implicated in the regulation of muscle
development. To approach the question of how miRNAs
could function in concert with their target genes in
terms of controlling muscle development and to provide
some molecular insight into the process, targets of the
miRNAs were identified and a possible regulatory net-
work of interactions among miRNAs and their targets
was constructed. The strategy and workflow are sum-
marized in Figure 6A.
The starting point of the miRNA target prediction
strategy was the 16 validated, differentially expressed,
known miRNAs and eight other muscle-related miR-
NAs. TargetScan (version 5.1) [43] was used to predict
the putative targets for these 24 miRNAs, identifying
more than 1000 annotated mRNA transcripts that were
potential targets (Additional file 11). The mechanism of
miRNA function predicts that miRNAs and their targets
normally exhibit correlated expression patterns [44].
Therefore, an mRNA transcriptome analysis was per-
formed using microarrays to identify mRNAs in
Li et al. BMC Genomics 2011, 12:186
http://www.biomedcentral.com/1471-2164/12/186
Page 8 of 20Figure 4 miRNAs differentially expressed in the skeletal muscles of broilers and layers. A. Venn diagram demonstrating the overlap of
original sequenced reads between broilers and layers. B. Venn diagram demonstrating the overlap of sequenced reads with perfect genomic
matches in broilers and layers. C. Heat-map of miRNAs differentially expressed in broilers and layers based on the read counts obtained by deep
sequencing. D. Heat-map of differentially expressed miRNAs confirmed by microarrays. Triplicate samples of total RNA from the skeletal muscle
of E10 broilers and layers were used to perform miRNA microarray experiments. B, broiler chicken; L, layer chicken.
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Page 9 of 20Figure 5 Validation of differentially expressed miRNAs using real-time RT-PCR. A. R e a l - t i m eR T - P C Rr e s u l t sf o r1 7m i R N A st h a tw e r e
differentially expressed in broilers and layers. B. Relative abundance of 17 miRNAs in skeletal muscles of broilers and layers based on deep
sequencing data. C. Expression pattern of 17 miRNAs in skeletal muscles of broilers and layers based on microarray experiments.
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Page 10 of 20Figure 6 Interaction network of differentially expressed miRNAs and their candidate targets. A. Workflow of interaction network analysis.
Network construction can be divided into two components: miRNA-target interactions and target-target interactions. For miRNA-target
interactions, candidate miRNA targets were predicted by TargetScan. Differentially expressed candidate targets were identified using mRNA
microarrays that covered embryonic days 10, 12, 14 and 18. The final miRNA-target relations correspond to those mRNAs differentially expressed
between broiler and layer that exhibited a pattern of expression opposite to that of the corresponding miRNAs. Target-target interaction pairs
were extracted from the STRING database. A pairwise PCC was then calculated for each pair based on transcription profiles during skeletal
muscle development to extract putative target-target interactions. B. The final integrated network. In the network, miRNAs are represented by
yellow nodes and targets are represented by pink nodes. Blue lines denote miRNA-target interactions and red lines denote target-target
interactions.
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Page 11 of 20embryonic skeletal muscle that were differentially
expressed between broilers and layers. In addition to
analyzing mRNA transcriptomes on embryonic day 10
(E10), as was done for the miRNA transcriptome,
embryos were analyzed on embryonic days 12, 14 and
18 (E12, E14 and E18), yielding a total of 1057 non-
redundant genes that were differentially expressed
between broilers and layers (Additional file 12). To nar-
row the field of candidate targets for the 24 miRNAs
further, the analysis was restricted to those miRNA tar-
gets that were differentially expressed between broilers
and layers and had an expression pattern opposite to
that of the corresponding miRNAs. Using these criteria,
57 candidate targets for 16 miRNAs were identified
(Additional file 13) and used for subsequent network
analysis.
In addition to interacting with miRNAs, targets should
interact with each other. To investigate such interac-
tions, protein-protein interactions (PPIs) of these puta-
tive targets were extracted from the STRING database.
Information concerning protein-protein interactions in
bird species in the current PPIs database is very limited.
Therefore, PPI data for human orthologs of these
miRNA targets were utilized. It is widely accepted that
some human PPIs may not be conserved in chickens,
and protein interactions are time- and condition-speci-
fic. To establish more reliable interactions, we applied a
previously proposed referencing strategy in which PPIs
are filtered with dynamic gene expression patterns
[45,46]. The chicken gene expression dataset contained
54 microarrays that covered nine developmental stages
during skeletal muscle development of broiler and layer
chickens (see Materials and Methods). To identify puta-
tive target-target interactions, the Pearson Correlation
Coefficient (PCC), which is known to provide informa-
tion about the “shape” of gene expression changes
[47,48], was used; an absolute PCC value of 0.3 was
used as a cutoff.
miRNA-target interactions and target-target interac-
tions were integrated to construct possible regulatory
networks (Figure 6B). One of the predicted miRNA-tar-
get relationships presented in Figure 6B, between miR-
27b and the target CYP1B1, has been reported pre-
viously [49]. The remaining relationships are reported
for the first time; therefore, this analysis predicts several
candidates for future studies concerning miRNA-target
function in controlling muscle development. In the pre-
sented network, one major regulatory module involved
13 miRNAs (yellow nodes) and 55 targets (pink nodes).
Of these 13 miRNAs, five (miR-206, miR-1a, miR499,
miR-128 and miR-27b) have been reported to have a
role during muscle development [30,50]. Little is known
about the functional roles of the remaining eight (miR-
31, miR-101, miR-200b, miR-10b, miR-460, miR-15b,
miR-16 and miR-203) during muscle development.
However, analysis of their targets demonstrated that sev-
eral were involved in myogenesis regulation, suggesting
that these miRNAs could participate in regulating mus-
cle development through their target genes. For exam-
ple, miR-200b has eight predicted targets, among which
are three genes RECK, SLC38A2 and Nr5a2,w h i c h
encode proteins that are reported to be involved in mus-
cle development [51-53].
It has been reported that activin A receptor type IIB
(ACVR2B) plays an important role in regulating muscle
development by interacting with a number of transform-
ing growth factor-b (TGF-b) family members [54,55].
ACVR2B causes dramatic increases in muscle mass (up
to 60% in two weeks) when injected into wild-type mice
[29]. No miRNAs have been identified previously as reg-
ulatory factors for ACVR2B, but the network analysis
predicted that ACVR2B is a target of three miRNAs:
gga-miR-101, gga-miR-1a and gga-miR-499 (Figure 6B).
It has been demonstrated that miR-1 is an important
regulator of myogenesis [19,56]. miR-1 and ACVR2B
had opposite expression patterns in skeletal muscle tis-
sue from broiler and layer chickens (Figure 7B). There-
fore, the target relationship between miR-1 and
ACVR2B was validated using a luciferase reporter gene
assay. As demonstrated in Figure 7C, the luciferase
activity was significantly reduced when a miR-1 mimic
was co-transfected with pGL3-ACVR2B-UTR containing
a miR-1 targeting site into 293T cells, suggesting that
miR-1 directly targets chicken ACVR2B UTR. Therefore,
it is conceivable that miRNAs could be involved in regu-
lating ACVR2B function in terms of controlling muscle
development. Taken together, the results of the network
analysis suggest that myogenesis is regulated by a com-
plicated network, mediated by multiple miRNAs acting
through the same target gene, and/or single miRNAs
targeting multiple genes.
Discussion
Recent developments in high-throughput sequencing
technology have enabled the miRNA transcriptome to
be profiled in various organisms [36,57,58]. In the pre-
sent study, Solexa deep sequencing was used to provide
an extensive miRNA profile of the previously unexa-
mined skeletal muscle of broiler and layer chicken lines.
The sequence analysis identified 33 novel chicken miR-
NAs and demonstrated that many miRNA precursors
could generate multiple isoforms (isomiRs). Importantly,
a comparison of miRNA transcriptomes allowed us to
identify 16 known miRNAs and one novel miRNA that
were differentially expressed in the skeletal muscles of
broilers and layers. On the basis of the predicted targets
of the 16 differentially expressed known miRNAs and
eight muscle-related miRNAs, an interaction network
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was constructed.
The data presented in this report provide the first
miRNA transcriptome profile of chicken skeletal muscle.
Two hundred and thirty one known miRNAs and 29
miRNA*s were detected in skeletal muscles. gga-miR-
206 was the most abundant miRNA in skeletal muscles
of broilers (131,609 reads) and layers (222,998 reads), a
result that is consistent with the well-established func-
tion of miR-206 during skeletal muscle development
[30]. Interestingly, Rathjen and colleagues recently per-
formed miRNA profiling in chicken somites and demon-
strated that among the 85 detectable known miRNAs,
gga-miR-10b was the most abundant (113,106 reads),
whereas gga-miR-206 was much less abundant (259
reads) [59]. Taken together, these observations suggest
that miR-206 and miR-10b could play important roles at
different stages during muscle development. The
expression level of myomiR miR-133 was lower than
miR-206 in the skeletal muscle library, an outcome that
could reflect differences in the roles of these miRNAs in
terms of myogenesis regulation. Consistent with this
interpretation, miR-206 has been shown to promote ske-
letal muscle differentiation, whereas miR-133 regulates
myogenesis by increasing muscle cell proliferation [19].
In addition to well-known myomiRs, recent studies
have demonstrated that several other miRNAs are
involved in regulating myogenesis. For example, a com-
parison of miRNA expression profiles in proliferating
myoblasts and differentiated myotubes revealed that
miR-221 and miR-222 are down-regulated upon differ-
entiation of primary and established myogenic cells,
whereas miR-21, miR-103, miR-130, miR-99, miR-30
and miR20 are up-regulated [19,33], suggesting that
these miRNAs play important roles in the transition
between proliferation and differentiation of muscle cells.
Figure 7 miR-1 directly targets the chicken ACVR2B UTR. A. Schema of miR-1 binding site in chicken ACVR2B 3’-UTR sequence (seed
sequence highlighted in red). Mutated ACVR2B 3’-UTR eliminates the seed binding site pointed by arrow. B. Expression of miR-1 and ACVR2B
gene in skeletal muscle of broiler and layer chickens at embryonic day 18 were analyzed using real-time RT-PCR. C. Target validation using a
luciferase reporter assay. 293T cells were co-transfected with miR-1 mimic or scramble double-strand small RNA and the reporter plasmid pGL3
or pGL3-ACVR2B-UTR or pGL3-mACVR2B-UTR, respectively.
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expressed in our sequencing libraries, indicating that
they could play regulatory roles in controlling the differ-
ence in skeletal muscle growth rates between broilers
and layers during development.
Seventeen miRNAs that were differentially expressed
in the skeletal muscle of broiler and layer chickens were
identified. Seven (miR-101, miR-10a, miR-10b, miR-
1677, let-7f, miR-31, and miR-205b) were expressed at
higher levels in layers, and ten (miR-203, miR-200b,
miR-16c, miR-15b, miR-15c, miR-460, miR-429, let-7c,
miR-2188, and gga-miR-N2) were expressed at higher
levels in broilers. Six of these miRNAs (miR-31, miR-
10a, miR-10b, miR-16C and two let-7 members) have
been implicated in skeletal muscle regeneration or
development [39-42]. Greco and colleagues demon-
strated that miR-31 was induced in dystrophic (mdx)
mice and in Duchenne muscular dystrophy patients, and
in newborn mice and newly formed myofibers during
postischemic regeneration, suggesting that it could be
important in pathophysiological pathways that regulate
muscle responses to damage and regeneration [42].
Recent studies have reported that miR-10 contributes to
retinoic acid-induced smooth muscle cell differentiation
[41], and may be important during the early stage of
embryonic myogenesis [59]. Taken together, the
approaches used in this study have identified a number
of differentially expressed miRNAs that could exert
novel functions in terms of regulating muscle cell prolif-
eration and differentiation during development. Further
investigations concerning the function of these miRNAs
should facilitate our understanding of the regulatory
roles of miRNAs in terms of controlling the divergent
skeletal muscle growth rates of broiler and layer
chickens.
miRNAs exert their effects by interacting with target
mRNAs. Therefore, target-predicting software (TargetS-
can) was used to identify putative targets of these differ-
entially expressed miRNAs and eight muscle-related
miRNAs, before an interaction network of these miR-
NAs and their candidate targets was constructed. The
interaction networks predicted that ACVR2B is a target
of gga-miR-101, gga-miR-1a and gga-miR-499. Prior to
this analysis, there have been no reports concerning
associations between ACVR2B and miRNAs. The
ACVR2B receptor signaling pathway mediates the func-
tion of myostatin [60] and can regulate muscle growth
in vivo [29]. ACVR2B haplotypes have been reported to
be associated with muscle mass and strength in humans
[60]. Furthermore, acute inhibition of myostatin/
ACVR2B signaling with the antagonist ACVR2B-Fc pre-
serves skeletal muscle in mouse models of cancer
cachexia [61]. ACVR2B was expressed at higher levels in
the skeletal muscle of broilers than in layers at E18,
indicating that ACVR2B could be related to the higher
growth rate of broiler skeletal muscle. The results of
this analysis indicate that the three putative miRNA reg-
ulators of ACVR2B may be involved in this process. The
analysis demonstrated that ACVR2B interacts with two
other targets, CDR2 and GREM1. GERM1, a putative
target of gga-miR-128, encodes a protein that is a BMP4
antagonist and an effective regulator of myogenic pro-
genitor proliferation [62].
RECK, the putative target of gga-miR-200b, is down-
regulated by MyoD to facilitate myotube formation, and
up-regulated by MRF4 to promote other aspects of
myogenesis [51]. SLC38A2, encoding a sodium-coupled
amino acid transporter, is the putative target of gga-
miR-200b. SLC38A2 regulates proteolysis through phos-
phoinositol 3-kinase, and provides a link among acido-
sis, insulin resistance and protein wasting in skeletal
muscle cells [52]. SOX8, the putative target of gga-miR-
27b, acts as a specific negative regulator of skeletal mus-
cle differentiation, possibly by interfering with the func-
tion of myogenic basic helix-loop-helix proteins [63].
MEIS1 is the putative target gene of gga-miR-1a and
gga-miR-499. MEIS1, together with PBX1A, facilitates
binding of MyoD (a family of transcription factors with
the remarkable ability to induce myogenesis in vitro and
in vivo) to non-canonical E boxes in the myogenin gene
to induce myogenesis [64]. Furthermore, a putative
MEIS1 binding site is located in the minimal promoter
of myostatin [65]. The CALD1 gene, the putative target
of gga-miR-27b, encodes two caldesmon-1 isoforms
through alternative splicing: high molecular mass CaD
(h-CaD), which is exclusively expressed in smooth mus-
cle, and low molecular mass CaD (l-CaD), which is ubi-
quitously expressed in all cell types except skeletal
muscle. The h-CaD/l-CaD ratio can be used as a marker
to monitor differentiating and pathological states of
smooth muscles [66]. LATS2, a putative target of gga-
miR-31, encodes a protein that has been reported to
regulate the size of myocytes in the heart negatively
[67]. Nr5a2 is the putative target of gga-miR-200b, gga-
miR-128 and gga-miR-27b. Its product, the nuclear
receptor transcription factor Nr5a2, has been reported
to function during skeletal muscle organization [53].
Therefore, although little is known about the specific
functions of several of these miRNAs (e.g. miR-31, miR-
101, miR-200b, miR-10b, miR-460, miR-15b, miR-16
and miR203) during muscle development, the close rela-
tionship between their targets and myogenesis regula-
tion demonstrates a potential role during muscle
development.
Given the significant functions of miRNAs in various
biological processes, it is perhaps not surprising that
miRNA biogenesis is tightly regulated at each stage of
miRNA generation; in particular, a number of studies
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processing [9]. Sequence variations in mature miRNAs
attributable to heterogeneity at the 5’ and 3’-ends cre-
ates an additional level of complexity in miRNA proces-
sing [36]. A majority of miRNA genes have strand bias
[ 6 8 ] .I ns o m ec a s e s ,m i R N Ag e n e sh a v eb e e nf o u n dt o
generate similar amounts of miRNAs and their corre-
sponding miRNA*s [36]. The analysis of deep sequence
tags identified several miRNAs that had read counts
similar to those of their corresponding miRNA*s, sug-
gesting that these genes encode miRNAs on both arms
of the precursor in skeletal muscle tissues. Although the
functional significance of this observation has not been
established experimentally, the fact that the miRNA and
its miRNA* are co-expressed at similar levels indicates
that miRNAs serve independent functions in cells.
This study identified 33 novel chicken miRNAs and
analysis of the evolutionary conservation of these newly
identified miRNAs revealed that only one is conserved
in non-avian vertebrates and the remaining 32 are likely
to be specific to bird and/or chicken lineages. Few
newly identified miRNAs are conserved among verte-
brates, whereas the majority of known miRNAs identi-
fied using traditional cloning methods are abundantly
expressed and relatively conserved during evolution
[69-71]. Further support for this observation was pro-
vided by a recent report concerning the identification of
miRNAs in various organisms using high-throughput
sequencing. This approach demonstrated that most
newly identified miRNAs discovered using deep sequen-
cing are present only in a small group of organisms
[36]. Therefore, it is reasonable to hypothesize that
these non-conserved miRNAs could play important
roles in establishing and maintaining phenotypic diver-
sity among different groups of organisms during evolu-
tion. In addition, the bird and/or chicken lineage
miRNAs reported in this study could have arisen during
genetic selection, and function as key regulators of the
differences in growth rates between broiler and layer
chickens. A functional examination of novel and spe-
cies-specific miRNAs is a challenge for future research
and an important step in improving our understanding
of the critical roles played by miRNAs during develop-
ment and evolution.
Conclusions
The present study is the first to examine the chicken
skeletal muscle miRNA transcriptome, and to evaluate
miRNA function during skeletal muscle development
through the identification of differentially expressed
miRNAs between broiler and layer chickens, which have
divergent skeletal muscle growth. Identification of novel
miRNAs highlights the important function of low abun-
dance and less conserved miRNAs during development
of specific tissues. To investigate the functional roles of
miRNAs during chicken skeletal muscle development,
an interaction network of the differentially expressed
miRNAs and their putative targets was constructed.
This integrated analysis provides information that will
aid further experimental investigations concerning miR-
NAs and their targets during skeletal muscle
development.
Materials and methods
Chicken embryo incubation and tissue collection
Meat-type broiler eggs (Arbor Acres) and egg-type layer
eggs (White Leghorn) were incubated at 37.5°C for 10
or 18 days (E10 or E18). For Solexa sequencing and
miRNA microarray analysis, skeletal muscles (pectoralis)
were collected from broilers and layers at E10; for
mRNA microarray analysis, muscles were collected at
E10, E12, E14 and E18. Muscle samples were immedi-
ately frozen in liquid nitrogen and stored at -80°C pend-
ing RNA isolation. For analysis of the tissue expression
pattern of novel miRNAs, tissues (brain, heart, liver,
lung, breast muscle, intestine, kidney, fat, and stomach)
were collected from layer chickens at E18. All embryo-
nic manipulations were conducted in accordance with
the protocols of the Chinese Academy of Medical
Sciences and the Institutional Animal Care and Use
Committee of Peking Union Medical College.
Small RNA library construction and sequencing
Total RNA was isolated from skeletal muscles using
TRIzol reagent (Invitrogen) and precipitated overnight
at -20°C. Approximately 20 μgo ft o t a lR N Af r o mb r o i -
ler and layer chickens was submitted to the Beijing
Genomics Institute (BGI) for Solexa sequencing. In
brief, sequencing was performed by fractionating total
RNA using polyacrylamide gel electrophoresis (PAGE)
to enrich for molecules in the range of 16-30 nt, and
then ligated with proprietary adapters. Following adap-
tor ligation, cDNA was synthesized from total RNA by
reverse transcription and amplified with 15 PCR cycles
to produce libraries for sequencing.
Analysis of sequencing data
After filtering low-quality reads and trimming the adap-
tor sequences, totals of 2,700,003 and 2,576,562 reads
were obtained for layers and broilers, respectively.
Sequencing data were simplified by grouping identical
sequence reads together, yielding 827,431 unique
sequences. The unique sequence reads were mapped to
the UCSC chicken genome galGal3 by ZOOM; 168,642
uniq reads, corresponding to 3,541,220 sequences, were
mapped to the genome with an exact match.
The various types of ncRNAs or degradation products in
the sequence library (Figure 1D) were annotated by
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exons based on RefSeq mRNA and repeat sequences based
on RepeatMasker were obtained from UCSC; snoRNA,
snRNA, rRNA and tRNA were based on Ensembl ncRNA
data (version 54). Metazoan miRNA homologs of chicken
miRNAs were identified in Anopheles gambiae, Ateles geof-
froyi, Apis mellifera, Bombyx mori, Bos taurus, Caenorhab-
ditis briggsae, Caenorhabditis elegans, Canis familiaris,
Drosophila melanogaster, Danio rerio, Fugu rubripes, Gor-
illa gorilla, Homo sapiens, Lemur catta, Lagothrix lagotri-
cha, Monodelphis domestica, Macaca mulatta, Mus
musculus, Macaca nemestrina, Ovis aries, Pan paniscus,
Pongo pygmaeus, Pan troglodytes, Rattus norvegicus, Sagui-
nus labiatus, Sus scrofa, Tetraodon nigroviridis, Xenopus
laevis and Xenopus tropicalis. Sequencing reads represent-
ing miRNA sequences often have untemplated nucleotides
in the 3’ end [72,73]. Therefore, miRNAs were annotated
by identifying tags that were exactly matched to the 5’ 19
nt of known miRNAs. An analysis of the size distribution
of these 5’ end-matched sequences indicated that the most
abundant size was 22 nt (Additional file 14). Those 20-25
nt tags whose 5’ 19 nt matched the 5’ 19 nt of known miR-
NAs were counted as copies of known miRNAs. The num-
bers of chicken miRNA*s, and miRNAs and miRNA*s of
other metazoans, were established using the same criterion.
Other ncRNAs including snoRNA, snRNA, rRNA and
tRNA, repeat sequences and mRNA degradation products
were annotated on the basis of perfect matches. The anno-
tation order was chicken miRNA, chicken miRNA*,
metazoan miRNA homolog, metazoan miRNA* homolog,
snoRNA, snRNA, rRNA, tRNA, mRNA, and RepeatMas-
ker. After each annotation step, only unmatched reads
were used for the next annotation step.
Simple perfect matches to miRBase (version 16)
sequences were used to determine the 467 known
chicken miRNAs and 77 miRNA*s and their expression
patterns (read numbers) in the data sets (Figure 2A and
Additional file 5). For sequences that were not perfectly
matched to known chicken miRNAs or miRNA*s,
metazoan miRNA homologs and metazoan miRNA*
homologs were identified using perfect sequence
matches (Figure 2A and Additional file 6).
The deep sequencing data obtained were deposited in
the GEO database with the accession number GSE20942.
Prediction of novel miRNAs
Novel miRNAs were identified using the miRDeep pack-
age described by Friedlander et al., which can effectively
distinguish miRNAs from other kinds of ncRNAs [37].
All sequences were mapped to the chicken genome
(gal3) using megaBLAST, and only exactly matched
sequences were retained for further analysis. As some
miRNAs could lie in exonic regions of mRNAs [74,75],
reads that aligned to more than five genomic positions
or RepeatMasker annotation files were discarded. The
remaining aligned reads were used as a reference, and
potential precursor sequences were extracted from the
chicken genome. The secondary structures of potential
precursor sequences were predicted by RNAfold [76]. A
FASTA file containing known mature metazoan miRNA
sequences in miRBase was used as input to allow for
conservation scoring. Using miRDeep, 222 putative miR-
NAs were obtained, 189 of which mapped to known
miRNAs in the chicken genome. The remaining 33 were
novel chicken miRNAs (Table 3). Using the same cutoff
on a permuted dataset, 16 putative miRNAs were
obtained. Therefore, the corresponding signal-to-noise
ratio was approximately 14:1 (222/16).
Conservation analysis of miRNAs
Genomic sequences for six vertebrates (hg18, mm8, rn4,
monDom4, xenTro2 and danRer4) were downloaded
from the UCSC genome browser. BLASTN was used to
identify regions of homology to chicken miRNA
sequences in these genomes. From the BLAST results,
sequences that covered more than 80% of the queried
mature miRNA sequences and had fewer than two mis-
matches in the covered region were selected. The seed
regions of the miRNAs are more conserved, therefore
covered regions were required to start from the 5’ end.
Finding “hit” s e q u e n c e st om a t u r em i R N A sd o e sn o t
necessarily signify that the miRNAs are conserved as
they may not be capable of forming hairpin structures.
Accordingly, candidate sequences were extracted and all
hairpin-like RNA structures encompassing small RNA
sequence tags identified using RNAfold. Hairpin-like
RNAs, whose mature miRNA regions were more than
70% matched with the miRNA* regions, were accepted
as homologs of chicken miRNAs. The conservation
heat-map was constructed using Cluster 3.0 [77] and
visualized in TreeView 1.60. In the heat-map (Additional
file 2), the dark color represents 0, signifying that no
homologs were identified in the corresponding species.
The red color represents 1, which indicates the presence
of homologs in the corresponding species.
Identification of differentially expressed miRNAs on the
basis of deep sequencing data
miRNAs expressed at significantly different levels in
broilers and layers were identified using the DEGseq
package [38]. Using the likelihood ratio test model, pro-
posed by Marioni et al. [78], and a cutoff of 1 × 10
-4,
102 known miRNAs were identified as being signifi-
cantly differentially expressed.
miRNA microarray
Custom-designed miRNA microarrays were synthesized
in situ by LC Sciences (Houston, USA) and used to
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cle of broilers and layers. Arrays contained 1721 DNA
probes including a non-redundant set of probes comple-
mentary to 440 known chicken miRNAs and 78 to
known chicken miRNA*s. Arrays included probes for 78
predicted chicken snoRNAs, positive control probes for
chicken U6 snRNA, 1124 unknown chicken small RNAs
and negative controls for normalizing data with low-
density signals. Hybridizations and scans were per-
formed by LC Sciences; microarrays were scanned using
an Axon GenePix 4000B Microarray Scanner. Data
among arrays were normalized using a cyclic LOWESS
(locally weighted regression) method [79]. The microar-
ray data obtained were deposited in the GEO database
with the accession number GSE20947.
Quantitative real time RT-PCR
Differentially expressed miRNAs identified using deep
sequencing and microarrays were validated by stem-loop
RT-PCR [80] using the stem-loop RT-PCR primers pre-
sented in Additional file 15. Total RNA was isolated from
skeletal muscles using TRIzol (Invitrogen), and genomic
DNA contamination was removed by digesting with
DNase I at 37°C for 30-40 min. DNase-treated RNAs
were extracted using phenol/chloroform and precipitated
with ethanol. Reverse transcriptase reactions contained
RNA samples, 50 nM stem-loop RT primer, 1 × RT buf-
fer, 0.25 mM each dNTPs, 3.33 U/ml MultiScribe reverse
transcriptase and 0.25 U/ml RNase inhibitor. Reaction
mixtures were incubated in a 9700 Thermocycler for 30
min at 16°C, 30 min at 42°C, 5 min at 85°C, and held at
4°C. Reverse transcriptase reactions including no-tem-
plate controls and RT-minus controls were run in dupli-
cate. Real-time PCR was performed using a standard
SYBR Green PCR Master Mix (ABI). The reaction mix-
tures were incubated in a 96-well plate at 95°C for 10
min, followed by 40 cycles of 95°C for 15 s and 60°C for
1 min. All reactions were run in triplicate.
Network construction
Network construction was divided into two components:
miRNA-target interactions and target-target interactions.
Starting with 16 known miRNAs validated as differen-
tially expressed between broilers and layers, and eight
muscle-related miRNAs (gga-miR-1, gga-miR-206, gga-
miR-499, gga-miR-221, gga-miR-222, gga-miR-128, gga-
miR-367 and gga-miR-27b), TargetScan (version 5.1)
[43] was used to predict putative targets. Given the
reported inverse correlation between miRNA and target
expression patterns [44], the analysis was restricted to
those differentially expressed miRNA targets whose
mRNA expression pattern opposed that of the corre-
sponding miRNAs. Expression levels of mRNA targets
of miRNAs were measured using commercial Affymetrix
Chicken Genome Arrays. Microarray experiments were
carried out by CapitalBio Corporation (Beijing, China).
Total RNA from skeletal muscles collected from broilers
and layers at E10, E12, E14 and E18, and prepared as
described above, was hybridized in triplicate with three
biological repeats from broilers and layers at each devel-
opmental stage. Therefore, a total of 24 microarrays
were used in the present study. Normalization was per-
formed using RMA [81] software with a CDF file anno-
tated by Dai et al. [82]. The Affymetrix GeneChip is a
commonly used microarray platform for genome-wide
expression studies. However, several genes/transcripts
on the arrays are out of date owing to updates in gen-
ome assemblies, causing problems when mapping the
probes to new versions of the genome assembly [83]. To
solve this problem, Dai et al. [82] aligned the probes to
different sources of genome data to filter out proble-
matic probes. The original. CEL files were re-annotated
in the present study using annotations generated by Dai
et al., ultimately obtaining 12,495 probe sets correspond-
ing to 12,495 Entrez genes. Entrez genes whose expres-
sion values changed more than 1.5 fold between broilers
and layers were selected for each of four time points. To
filter out genes that did not have identical expression
profiles in each group, t-tests (p-value < 0.05) were used
to obtain a final differentially expressed gene list. The
microarray data obtained were deposited in the GEO
database with the accession number GSE20990.
In addition to interactions between miRNAs and their
targets, interactions between miRNA targets were identi-
fied. To establish target-target interactions, PPI data
from the STRING database (version 8.0) were down-
loaded. The chicken PPI data were limited, so human
ortholog PPI data were used for these miRNA targets,
applying a previously proposed referencing strategy that
filtered the PPIs with gene expression patterns [45,46]
to increase the reliability of the predicted interactions.
The gene expression dataset used here contained nine
time points: E10, E12, E14, E18, Day1 (day of birth), W2
(postnatal week 2), W4, W6 and W8 for broilers and
layers. For each time point, there were three biological
repeats for a total of 54 microarrays (Additional file 16).
The generation of E10, E12, E14 and E18 expression
data is described above. Day 1, W2, W4, W6 and W8
expression data were generated in a previous study [27].
For each target-target interaction pair extracted from
the STRING database, a PCC value was calculated on
the basis of the expression profiles from E10 to W8. An
absolute PCC value of 0.3 (p-value < 0.05) was used as a
cutoff to establish putative target-target interactions.
Target validation using a luciferase reporter gene assay
A pGL3-control vector (pGL3) was used for 3’ UTR-luci-
ferase reporter assays. The TargetScan Human database
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dicted miR-1 binding site. 3’ UTR fragment of chicken
ACVR2B containing a miR-1 binding site was amplified
from chicken genomic DNA with primers [F: GCTCTA-
GAGCTGGCCAGTTTTGAAGCAGAGGC (Xba I) and
R: GCTCTAGAGCCCCCTGCTCACGGCTGTTGG (Xba
I)] and cloned downstream of the luciferase gene to create
the pGL3-luc-ACVR2B-UTR constructs. miR-1 seed
region mutations were generated by site-directed muta-
genesis with primers (mut-F: CAAACTCAGTATA-
TAAGCTATGAGTAAGGTTAGTATTGCAAAAC and
mut-R: GCAATACTAACCTTACTCATAGCTTATA-
TACTGAGTTTGATTGGT). Reporter assays were con-
ducted in triplicate using 293T cells in 24-well plates.
Transfections were performed with 150 ng of reporter
plasmid and 50 ng of miR-1 mimic or scramble (Fugene;
Roche). A pRL-TK reporter was used as an internal con-
trol to normalize for transfection efficiencies.
Additional material
Additional file 1: Table S1: Reads number and sequences of the 231
chicken miRNAs and 29 chicken miRNA*s which were obtained in
the sequencing data by perfect matches.
Additional file 2: Table S2: Reads number and sequences of the 244
metazoan miRNA homologs and 72 metazoan miRNA* homologs
which were obtained in the sequencing data by perfect matches.
Additional file 3: Table S3: IsomiRs for some known miRNAs.
Additional file 4: Figure S1: Secondary structures of 33 putative
novel chicken miRNAs.
Additional file 5: Table S4:Genomic locations of the novel miRNAs.
Additional file 6: Figure S2:The conservation heat-maps for the
novel and known chicken miRNAs.
Additional file 7: Figure S3: UCSC genome browser tracks showing
the conservation of gga-miR-N3.
Additional file 8: Table S5: Reads number and sequences of the
avian-specific and chicken-specific novel miRNAs.
Additional file 9: Table S6:Reads number of 189 known miRNAs got
by miRDeep.
Additional file 10: Table S7: Reads number and expression levels of
the 102 differentially expressed miRNAs got by deep sequencing.
Additional file 11: Table S8: The predicted targets for 16
differentially expressed miRNAs and eight muscle-related miRNAs
by TargetScan.
Additional file 12: Table S9: Differentially expressed genes between
broilers and layers on embryonic day 10, 12, 14, and 18,
respectively.
Additional file 13: Table S10: miRNA-target and target-target
interactions in the network.
Additional file 14: Figure S4: Size distribution of reads whose 5’ 19
nt were exactly matched to the 5’ 19 nt of known miRNAs.
Additional file 15: Table S11:Primers for miRNA detection by real-
time RT-PCR.
Additional file 16: Table S12: The gene expression dataset for
broilers and layers at nine time points: E10, E12, E14, E18, Day1
(day of birth), W2 (postnatal week 2), W4, W6 and W8. For each
time point, there were three biological repeats.
Acknowledgements
We thank Dr. Jin Gu for helpful discussions. This research was supported by
grants from the National Basic Research Program of China (2011CBA01104,
2007CB946903, 2009CB941602, and 2009CB825403), the National Natural
Science Foundation of China (31030041, 91019010, 30871248 and 60905014),
and the Chinese National Programs for High Technology Research and
Development (2006AA10A121 and 2007AA02Z109). The funding agencies
played no role in study design, data collection, analysis, the decision to
publish or preparation of the manuscript.
Author details
1National Laboratory of Medical Molecular Biology, Institute of Basic Medical
Sciences, Chinese Academy of Medical Sciences, School of Basic Medicine,
Peking Union Medical College, Beijing, China.
2Department of Biomedical
Informatics, Peking University Health Science Center, 38 Xueyuan Rd, Beijing
100191, China.
3Institute of Systems Biomedicine, Peking University Health
Science Center, 38 Xueyuan Rd, Beijing 100191, China.
Authors’ contributions
TL carried out the bioinformatics analysis and drafted the manuscript. RW
carried out animal care and tissue sampling and performed the experiments.
YZ carried out the experimental design and drafted the manuscript. DZ
conceived the study and participated in its design and coordination, and
helped to draft the manuscript. All authors read and approved the final
manuscript.
Received: 6 February 2011 Accepted: 13 April 2011
Published: 13 April 2011
References
1. Kloosterman WP, Plasterk RH: The diverse functions of microRNAs in
animal development and disease. Dev Cell 2006, 11(4):441-450.
2. Gangaraju VK, Lin H: MicroRNAs: key regulators of stem cells. Nat Rev Mol
Cell Biol 2009, 10(2):116-125.
3. Bushati N, Cohen SM: microRNA functions. Annu Rev Cell Dev Biol 2007,
23:175-205.
4. Ruepp A, Kowarsch A, Schmidl D, Bruggenthin F, Brauner B, Dunger I,
Fobo G, Frishman G, Montrone C, Theis FJ: PhenomiR: a knowledgebase
for microRNA expression in diseases and biological processes. Genome
Biol 11(1):R6.
5. Bartel DP: MicroRNAs: genomics, biogenesis, mechanism, and function.
Cell 2004, 116(2):281-297.
6. Filipowicz W, Bhattacharyya SN, Sonenberg N: Mechanisms of post-
transcriptional regulation by microRNAs: are the answers in sight? Nat
Rev Genet 2008, 9(2):102-114.
7. Vasudevan S, Tong Y, Steitz JA: Switching from repression to activation:
microRNAs can up-regulate translation. Science 2007,
318(5858):1931-1934.
8. Orom UA, Nielsen FC, Lund AH: MicroRNA-10a binds the 5’UTR of
ribosomal protein mRNAs and enhances their translation. Mol Cell 2008,
30(4):460-471.
9. Davis BN, Hata A: Regulation of MicroRNA Biogenesis: A miRiad of
mechanisms. Cell Commun Signal 2009, 7:18.
10. Lagos-Quintana M, Rauhut R, Yalcin A, Meyer J, Lendeckel W, Tuschl T:
Identification of tissue-specific microRNAs from mouse. Curr Biol 2002,
12(9):735-739.
11. Aboobaker AA, Tomancak P, Patel N, Rubin GM, Lai EC: Drosophila
microRNAs exhibit diverse spatial expression patterns during embryonic
development. Proc Natl Acad Sci USA 2005, 102(50):18017-18022.
12. Sempere LF, Freemantle S, Pitha-Rowe I, Moss E, Dmitrovsky E, Ambros V:
Expression profiling of mammalian microRNAs uncovers a subset of
brain-expressed microRNAs with possible roles in murine and human
neuronal differentiation. Genome Biol 2004, 5(3):R13.
13. Sdassi N, Silveri L, Laubier J, Tilly G, Costa J, Layani S, Vilotte JL, Le
Provost F: Identification and characterization of new miRNAs cloned
from normal mouse mammary gland. BMC Genomics 2009, 10:149.
14. McDaneld TG, Smith TP, Doumit ME, Miles JR, Coutinho LL, Sonstegard TS,
Matukumalli LK, Nonneman DJ, Wiedmann RT: MicroRNA transcriptome
profiles during swine skeletal muscle development. BMC Genomics 2009,
10:77.
Li et al. BMC Genomics 2011, 12:186
http://www.biomedcentral.com/1471-2164/12/186
Page 18 of 2015. Lee EJ, Baek M, Gusev Y, Brackett DJ, Nuovo GJ, Schmittgen TD: Systematic
evaluation of microRNA processing patterns in tissues, cell lines, and
tumors. RNA 2008, 14(1):35-42.
16. O’Rourke JR, Georges SA, Seay HR, Tapscott SJ, McManus MT,
Goldhamer DJ, Swanson MS, Harfe BD: Essential role for Dicer during
skeletal muscle development. Dev Biol 2007, 311(2):359-368.
17. Williams AH, Liu N, van Rooij E, Olson EN: MicroRNA control of muscle
development and disease. Curr Opin Cell Biol 2009, 21(3):461-469.
18. Chen JF, Callis TE, Wang DZ: microRNAs and muscle disorders. J Cell Sci
2009, 122(Pt 1):13-20.
19. Chen JF, Mandel EM, Thomson JM, Wu Q, Callis TE, Hammond SM,
Conlon FL, Wang DZ: The role of microRNA-1 and microRNA-133 in
skeletal muscle proliferation and differentiation. Nat Genet 2006,
38(2):228-233.
20. Kim HK, Lee YS, Sivaprasad U, Malhotra A, Dutta A: Muscle-specific
microRNA miR-206 promotes muscle differentiation. J Cell Biol 2006,
174(5):677-687.
21. Anderson C, Catoe H, Werner R: MIR-206 regulates connexin43 expression
during skeletal muscle development. Nucleic Acids Res 2006,
34(20):5863-5871.
22. Rosenberg MI, Georges SA, Asawachaicharn A, Analau E, Tapscott SJ: MyoD
inhibits Fstl1 and Utrn expression by inducing transcription of miR-206.
J Cell Biol 2006, 175(1):77-85.
23. Flynt AS, Li N, Thatcher EJ, Solnica-Krezel L, Patton JG: Zebrafish miR-214
modulates Hedgehog signaling to specify muscle cell fate. Nat Genet
2007, 39(2):259-263.
24. Naguibneva I, Ameyar-Zazoua M, Polesskaya A, Ait-Si-Ali S, Groisman R,
Souidi M, Cuvellier S, Harel-Bellan A: The microRNA miR-181 targets the
homeobox protein Hox-A11 during mammalian myoblast differentiation.
Nat Cell Biol 2006, 8(3):278-284.
25. Stern CD: The chick; a great model system becomes even greater. Dev
Cell 2005, 8(1):9-17.
26. Griffin HD, Goddard C: Rapidly growing broiler (meat-type) chickens: their
origin and use for comparative studies of the regulation of growth. Int J
Biochem 1994, 26(1):19-28.
27. Zheng Q, Zhang Y, Chen Y, Yang N, Wang XJ, Zhu D: Systematic
identification of genes involved in divergent skeletal muscle growth
rates of broiler and layer chickens. BMC Genomics 2009, 10:87.
28. Zhang Y, Wang J, Huang S, Zhu X, Liu J, Yang N, Song D, Wu R, Deng W,
Skogerbo G, Wang X, Chen R, Zhu D: Systematic identification and
characterization of chicken (Gallus gallus) ncRNAs. Nucleic Acids Res 2009,
37(19):6562-6574.
29. Lee SJ, Reed LA, Davies MV, Girgenrath S, Goad ME, Tomkinson KN,
Wright JF, Barker C, Ehrmantraut G, Holmstrom J, Trowell B, Gertz B,
Jiang M, Sebald SM, Matzuk M, Li E, Liang L, Quattlebaum E, Stotish RL,
Wolfman NM: Regulation of muscle growth by multiple ligands signaling
through activin type II receptors. Proc Natl Acad Sci USA 2005,
102(50):18117-18122.
30. McCarthy JJ: MicroRNA-206: the skeletal muscle-specific myomiR. Biochim
Biophys Acta 2008, 1779(11):682-691.
31. Sweetman D, Rathjen T, Jefferson M, Wheeler G, Smith TG, Wheeler GN,
Munsterberg A, Dalmay T: FGF-4 signaling is involved in mir-206
expression in developing somites of chicken embryos. Dev Dyn 2006,
235(8):2185-2191.
32. Sweetman D, Goljanek K, Rathjen T, Oustanina S, Braun T, Dalmay T,
Munsterberg A: Specific requirements of MRFs for the expression of
muscle specific microRNAs, miR-1, miR-206 and miR-133. Dev Biol 2008,
321(2):491-499.
33. Cardinali B, Castellani L, Fasanaro P, Basso A, Alema S, Martelli F, Falcone G:
Microrna-221 and microrna-222 modulate differentiation and maturation
of skeletal muscle cells. PLoS One 2009, 4(10):e7607.
34. Kuchenbauer F, Morin RD, Argiropoulos B, Petriv OI, Griffith M, Heuser M,
Yung E, Piper J, Delaney A, Prabhu AL, Zhao Y, McDonald H, Zeng T,
Hirst M, Hansen CL, Marra MA, Humphries RK: In-depth characterization of
the microRNA transcriptome in a leukemia progression model. Genome
Res 2008, 18(11):1787-1797.
35. Pantano L, Estivill X, Marti E: SeqBuster, a bioinformatic tool for the
processing and analysis of small RNAs datasets, reveals ubiquitous
miRNA modifications in human embryonic cells. Nucleic Acids Res 2009.
36. Glazov EA, Cottee PA, Barris WC, Moore RJ, Dalrymple BP, Tizard ML: A
microRNA catalog of the developing chicken embryo identified by a
deep sequencing approach. Genome Res 2008, 18(6):957-964.
37. Friedlander MR, Chen W, Adamidi C, Maaskola J, Einspanier R, Knespel S,
Rajewsky N: Discovering microRNAs from deep sequencing data using
miRDeep. Nat Biotechnol 2008, 26(4):407-415.
38. Wang L, Feng Z, Wang X, Zhang X: DEGseq: an R package for identifying
differentially expressed genes from RNA-seq data. Bioinformatics 2009.
39. Biggar KK, Dubuc A, Storey K: MicroRNA regulation below zero:
differential expression of miRNA-21 and miRNA-16 during freezing in
wood frogs. Cryobiology 2009, 59(3):317-321.
40. Caygill EE, Johnston LA: Temporal regulation of metamorphic processes
in Drosophila by the let-7 and miR-125 heterochronic microRNAs. Curr
Biol 2008, 18(13):943-950.
41. Huang H, Xie C, Sun X, Ritchie RP, Zhang J, Chen YE: miR-10a contributes
to RA-induced smooth muscle cell differentiation. J Biol Chem .
42. Greco S, De Simone M, Colussi C, Zaccagnini G, Fasanaro P, Pescatori M,
Cardani R, Perbellini R, Isaia E, Sale P, Meola G, Capogrossi MC, Gaetano C,
Martelli F: Common micro-RNA signature in skeletal muscle damage and
regeneration induced by Duchenne muscular dystrophy and acute
ischemia. FASEB J 2009, 23(10):3335-3346.
43. Lewis BP, Burge CB, Bartel DP: Conserved seed pairing, often flanked by
adenosines, indicates that thousands of human genes are microRNA
targets. Cell 2005, 120(1):15-20.
44. Huang JC, Babak T, Corson TW, Chua G, Khan S, Gallie BL, Hughes TR,
Blencowe BJ, Frey BJ, Morris QD: Using expression profiling data to
identify human microRNA targets. Nat Methods 2007, 4(12):1045-1049.
45. Xia K, Xue H, Dong D, Zhu S, Wang J, Zhang Q, Hou L, Chen H, Tao R,
Huang Z, Fu Z, Chen Y, Han JJ: Identification of the proliferation/
differentiation switch in the cellular network of multicellular organisms.
PLoS Comput Biol 2006, 2(11):e145.
46. Xue H, Xian B, Dong D, Xia K, Zhu S, Zhang Z, Hou L, Zhang Q, Zhang Y,
Han JD: A modular network model of aging. Mol Syst Biol 2007, 3:147.
47. D’Haeseleer P: How does gene expression clustering work? Nat Biotechnol
2005, 23(12):1499-1501.
48. Jansen R, Greenbaum D, Gerstein M: Relating whole-genome expression
data with protein-protein interactions. Genome Res 2002, 12(1):37-46.
49. Tsuchiya Y, Nakajima M, Takagi S, Taniya T, Yokoi T: MicroRNA regulates
the expression of human cytochrome P450 1B1. Cancer Res 2006,
66(18):9090-9098.
50. Crist CG, Montarras D, Pallafacchina G, Rocancourt D, Cumano A,
Conway SJ, Buckingham M: Muscle stem cell behavior is modified by
microRNA-27 regulation of Pax3 expression. Proc Natl Acad Sci USA 2009,
106(32):13383-13387.
51. Echizenya M, Kondo S, Takahashi R, Oh J, Kawashima S, Kitayama H,
Takahashi C, Noda M: The membrane-anchored MMP-regulator RECK is a
target of myogenic regulatory factors. Oncogene 2005, 24(38):5850-5857.
52. Evans K, Nasim Z, Brown J, Clapp E, Amin A, Yang B, Herbert TP,
Bevington A: Inhibition of SNAT2 by metabolic acidosis enhances
proteolysis in skeletal muscle. J Am Soc Nephrol 2008, 19(11):2119-2129.
53. Sheela SG, Lee WC, Lin WW, Chung BC: Zebrafish ftz-f1a (nuclear receptor
5a2) functions in skeletal muscle organization. Dev Biol 2005,
286(2):377-390.
54. de Caestecker M: The transforming growth factor-beta superfamily of
receptors. Cytokine Growth Factor Rev 2004, 15(1):1-11.
55. Gordon KJ, Blobe GC: Role of transforming growth factor-beta
superfamily signaling pathways in human disease. Biochim Biophys Acta
2008, 1782(4):197-228.
56. McCarthy JJ, Esser KA, Peterson CA, Dupont-Versteegden EE: Evidence of
MyomiR network regulation of beta-myosin heavy chain gene
expression during skeletal muscle atrophy. Physiol Genomics 2009,
39(3):219-226.
57. Lu C, Tej SS, Luo S, Haudenschild CD, Meyers BC, Green PJ: Elucidation of
the small RNA component of the transcriptome. Science 2005,
309(5740):1567-1569.
58. Henderson IR, Zhang X, Lu C, Johnson L, Meyers BC, Green PJ, Jacobsen SE:
Dissecting Arabidopsis thaliana DICER function in small RNA processing,
gene silencing and DNA methylation patterning. Nat Genet 2006,
38(6):721-725.
Li et al. BMC Genomics 2011, 12:186
http://www.biomedcentral.com/1471-2164/12/186
Page 19 of 2059. Rathjen T, Pais H, Sweetman D, Moulton V, Munsterberg A, Dalmay T: High
throughput sequencing of microRNAs in chicken somites. FEBS Lett 2009,
583(9):1422-1426.
60. Walsh S, Metter EJ, Ferrucci L, Roth SM: Activin-type II receptor B
(ACVR2B) and follistatin haplotype associations with muscle mass and
strength in humans. J Appl Physiol 2007, 102(6):2142-2148.
61. Benny Klimek ME, Aydogdu T, Link MJ, Pons M, Koniaris LG, Zimmers TA:
Acute inhibition of myostatin-family proteins preserves skeletal muscle
in mouse models of cancer cachexia. Biochem Biophys Res Commun 2010,
391(3):1548-1554.
62. Frank NY, Kho AT, Schatton T, Murphy GF, Molloy MJ, Zhan Q, Ramoni MF,
Frank MH, Kohane IS, Gussoni E: Regulation of myogenic progenitor
proliferation in human fetal skeletal muscle by BMP4 and its antagonist
Gremlin. J Cell Biol 2006, 175(1):99-110.
63. Schmidt K, Glaser G, Wernig A, Wegner M, Rosorius O: Sox8 is a specific
marker for muscle satellite cells and inhibits myogenesis. J Biol Chem
2003, 278(32):29769-29775.
64. Heidt AB, Rojas A, Harris IS, Black BL: Determinants of myogenic specificity
within MyoD are required for noncanonical E box binding. Mol Cell Biol
2007, 27(16):5910-5920.
65. Grade CV, Salerno MS, Schubert FR, Dietrich S, Alvares LE: An evolutionarily
conserved Myostatin proximal promoter/enhancer confers basal levels
of transcription and spatial specificity in vivo. Dev Genes Evol 2009, 219(9-
10):497-508.
66. Lin JJ, Li Y, Eppinga RD, Wang Q, Jin JP: Chapter 1: roles of caldesmon in
cell motility and actin cytoskeleton remodeling. Int Rev Cell Mol Biol 2009,
274:1-68.
67. Matsui Y, Nakano N, Shao D, Gao S, Luo W, Hong C, Zhai P, Holle E, Yu X,
Yabuta N, Tao W, Wagner T, Nojima H, Sadoshima J: Lats2 is a negative
regulator of myocyte size in the heart. Circ Res 2008, 103(11):1309-1318.
68. He L, Hannon GJ: MicroRNAs: small RNAs with a big role in gene
regulation. Nat Rev Genet 2004, 5(7):522-531.
69. Xu H, Wang X, Du Z, Li N: Identification of microRNAs from different
tissues of chicken embryo and adult chicken. FEBS Lett 2006,
580(15):3610-3616.
70. Shao P, Zhou H, Xiao ZD, He JH, Huang MB, Chen YQ, Qu LH: Identification
of novel chicken microRNAs and analysis of their genomic organization.
Gene 2008, 418(1-2):34-40.
71. Burnside J, Ouyang M, Anderson A, Bernberg E, Lu C, Meyers BC, Green PJ,
Markis M, Isaacs G, Huang E, Morgan RW: Deep sequencing of chicken
microRNAs. BMC Genomics 2008, 9:185.
72. Ruby JG, Jan C, Player C, Axtell MJ, Lee W, Nusbaum C, Ge H, Bartel DP:
Large-scale sequencing reveals 21U-RNAs and additional microRNAs and
endogenous siRNAs in C. elegans. Cell 2006, 127(6):1193-1207.
73. Berezikov E, van Tetering G, Verheul M, van de Belt J, van Laake L, Vos J,
Verloop R, van de Wetering M, Guryev V, Takada S, von Zonneveld AJ,
Mano H, Plasterk R, Cuppen E: Many novel mammalian microRNA
candidates identified by extensive cloning and RAKE analysis. Genome
Res 2006, 16(10):1289-1298.
74. Rodriguez A, Griffiths-Jones S, Ashurst JL, Bradley A: Identification of
mammalian microRNA host genes and transcription units. Genome Res
2004, 14(10A):1902-1910.
75. Kim VN, Nam JW: Genomics of microRNA. Trends Genet 2006,
22(3):165-173.
76. Hofacker IL: Vienna RNA secondary structure server. Nucleic Acids Res
2003, 31(13):3429-3431.
77. Eisen MB, Spellman PT, Brown PO, Botstein D: Cluster analysis and display
of genome-wide expression patterns. Proc Natl Acad Sci USA 1998,
95(25):14863-14868.
78. Marioni JC, Mason CE, Mane SM, Stephens M, Gilad Y: RNA-seq: an
assessment of technical reproducibility and comparison with gene
expression arrays. Genome Res 2008, 18(9):1509-1517.
79. Bolstad BM, Irizarry RA, Astrand M, Speed TP: A comparison of
normalization methods for high density oligonucleotide array data
based on variance and bias. Bioinformatics 2003, 19(2):185-193.
80. Chen C, Ridzon DA, Broomer AJ, Zhou Z, Lee DH, Nguyen JT, Barbisin M,
Xu NL, Mahuvakar VR, Andersen MR, Lao KQ, Livak KJ, Guegler KJ: Real-time
quantification of microRNAs by stem-loop RT-PCR. Nucleic Acids Res 2005,
33(20):e179.
81. Irizarry RA, Hobbs B, Collin F, Beazer-Barclay YD, Antonellis KJ, Scherf U,
Speed TP: Exploration, normalization, and summaries of high density
oligonucleotide array probe level data. Biostatistics 2003, 4(2):249-264.
82. Dai M, Wang P, Boyd AD, Kostov G, Athey B, Jones EG, Bunney WE,
Myers RM, Speed TP, Akil H, Watson SJ, Meng F: Evolving gene/transcript
definitions significantly alter the interpretation of GeneChip data. Nucleic
Acids Res 2005, 33(20):e175.
83. Lu X, Zhang X: The effect of GeneChip gene definitions on the
microarray study of cancers. Bioessays 2006, 28(7):739-746.
84. Liu X, Cheng Y, Zhang S, Lin Y, Yang J, Zhang C: A necessary role of miR-
221 and miR-222 in vascular smooth muscle cell proliferation and
neointimal hyperplasia. Circ Res 2009, 104(4):476-487.
85. Safdar A, Abadi A, Akhtar M, Hettinga BP, Tarnopolsky MA: miRNA in the
regulation of skeletal muscle adaptation to acute endurance exercise in
C57Bl/6J male mice. PLoS One 2009, 4(5):e5610.
86. Thum T, Gross C, Fiedler J, Fischer T, Kissler S, Bussen M, Galuppo P, Just S,
Rottbauer W, Frantz S, Castoldi M, Soutschek J, Koteliansky V, Rosenwald A,
Basson MA, Licht JD, Pena JTR, Rouhanifard SH, Muckenthaler MU, Tuschl T,
Martin GR, Bauersachs J, Engelhardt S: MicroRNA-21 contributes to
myocardial disease by stimulating MAP kinase signalling in fibroblasts.
Nature 2008, 456(7224):980-984.
87. Kuhn DE, Nuovo GJ, Martin MM, Malana GE, Pleister AP, Jiang J,
Schmittgen TD, Terry AV Jr, Gardiner K, Head E, Feldman DS, Elton TS:
Human chromosome 21-derived miRNAs are overexpressed in down
syndrome brains and hearts. Biochem Biophys Res Commun 2008,
370(3):473-477.
88. Kuang W, Tan J, Duan Y, Duan J, Wang W, Jin F, Jin Z, Yuan X, Liu Y: Cyclic
stretch induced miR-146a upregulation delays C2C12 myogenic
differentiation through inhibition of Numb. Biochem Biophys Res Commun
2009, 378(2):259-263.
89. Panguluri SK, Bhatnagar S, Kumar A, McCarthy JJ, Srivastava AK, Cooper NG,
Lundy RF: Genomic profiling of messenger RNAs and microRNAs reveals
potential mechanisms of TWEAK-induced skeletal muscle wasting in
mice. PLoS One 5(1):e8760.
doi:10.1186/1471-2164-12-186
Cite this article as: Li et al.: A systematic analysis of the skeletal muscle
miRNA transcriptome of chicken varieties with divergent skeletal
muscle growth identifies novel miRNAs and differentially expressed
miRNAs. BMC Genomics 2011 12:186.
Submit your next manuscript to BioMed Central
and take full advantage of: 
• Convenient online submission
• Thorough peer review
• No space constraints or color ﬁgure charges
• Immediate publication on acceptance
• Inclusion in PubMed, CAS, Scopus and Google Scholar
• Research which is freely available for redistribution
Submit your manuscript at 
www.biomedcentral.com/submit
Li et al. BMC Genomics 2011, 12:186
http://www.biomedcentral.com/1471-2164/12/186
Page 20 of 20